Adaptive laboratory evolution of Yarrowia lipolytica PO1f in the benchmark ionic liquid (IL; 1-ethyl-3-methylimidazolium acetate) produced a superior ILtolerant microorganism, strain YlCW001. Here, we report the genome sequences of PO1f and YlCW001 to study the robustness of Y. lipolytica and its potential use as a microbial platform for producing fuels and chemicals.
containing a minimum length less than or equal to 41 bp or 33% of the full read length. Further, reads that were mapped at 95% identity to masked human, cat, dog, mouse, or common microbial contaminants were removed. Genome assembly on JGI QCfiltered genomic reads was carried out using SPAdes v3.11.1 (24) with the following parameters: --phred-offset 33 --cov-cutoff auto -t 16 -m 115 --careful --12. The genomes of PO1f and YlCW001 were annotated with transcripts of FKP355 (25) using the JGI annotation pipeline (https://mycocosm.jgi.doe.gov/programs/fungi/ FungalGenomeAnnotationSOP.pdf) (26, 27) . The resultant genome assemblies are just over 20.2 Mbp, containing 49% median GC content and 6,798 to 6,800 gene models ( Table 1) .
Data availability. The whole-genome assemblies and annotation were deposited at DDBJ/EMBL/GenBank under the accession numbers listed in Table 1 . The versions provided in this paper are the first versions. 
